Shigella is a major foodborne pathogen that infects humans and nonhuman primates and is the major cause of dysentery and reactive arthritis worldwide. This is the initial public release of 16 Shigella genome sequences from four species sequenced as part of the 100K Pathogen Genome Project.
libraries were size selected using dual SPRI selection (0.2ϫ to 0.6ϫ) to produce libraries with fragments between 300 and 450 bp. Final library amplification was done with eight cycles using the Kapa HiFi HotStart ReadyMix, followed by a 1ϫ SPRI bead cleanup. Prior to sequencing, the library size was confirmed using the Agilent 2100 Bioanalyzer system with high-sensitivity DNA kit (14, 15) , quantified with a quantitative PCR (qPCR)-based Kapa library quantification kit (catalog no. KK4824), pooled with multiplexing up to 96 isolates, and sequenced on the Illumina HiSeq 2000 with PE100 plus index read at BGI@UC Davis (Sacramento, CA). The paired-end reads were assembled using CLC Genomics Workbench version 6.5.1 (Qiagen). Accession number(s). Sequences can be found in the NCBI SRA 100K Project BioProject PRJNA186441 and in GenBank (Table 1) . 
